INTRODUCTION
Cervical cancer comprises almost 12% of all female cancers, making it the fourth most common cancer among women worldwide. Specifically, 80% of cervical cancer cases occur in developing countries, and approximately 70% are identified as an advanced disease [1] . A recent study suggests that 61,691 patients were newly diagnosed with CC in China in 2012, accounting for 12% of the new CC cases worldwide [2] . Therefore, the identification of novel cancer biomarkers that can predict the treatment response and prognosis of CC is urgently needed. More importantly, the discovery of new therapeutic targets with high specificity is crucial, which can be accomplished by a better understanding of the molecular mechanisms underlying the carcinogenesis and metastasis of CC.
HPIP (Hematopoietic pre-B-cell leukemia transcription factor-interacting protein) is an oncogene that is overexpressed in various human cancers [3] . In addition, HPIP contributes to the development and progression of cancer by promoting proliferation, invasion, metastasis and chemoresistance, which are all hallmarks of aggressive cancer [4] . Our previous studies demonstrated that HPIP overexpression is an independent predictor of chemotherapy resistance and epithelial ovarian carcinoma prognosis [5, 6] . However, the expression of HPIP as a This study aimed to identify the relationships between HPIP expression and the clinical pathological factors in patients with CC, with the intention of determining whether HPIP could be a biomarker that may predict the metastasis and the prognosis of CC patients.
RESULTS

HPIP overexpression in cervical cancer tissues
Western blotting was performed to evaluate differences in HPIP protein expression in cervical cancers and normal cervical tissues. Specifically, HPIP expression was low in normal tissues, whereas high expression was found in tissues from patients with cervical cancer (P<0.001, Figure 1) .
The immunohistochemistry analysis showed that HPIP expression was localized in the cytoplasm of tumor cells (Figure 2 ). Of the 129 CC cases, 35 (27.1%) and 94 (72.9%) showed low and high HPIP expression, respectively.
The mean expression level of HPIP mRNA was significantly higher in cervical cancer tissues than in normal cervical tissues (P<0.001, Figure 3 ).
Association between HPIP overexpression and clinical pathological factors in CC
High HPIP expression was significantly associated with FIGO stage (P=0.005), ascular tumor embolus (P=0.004), interstitial infiltration (P<0.001), tumor size (P=0.001), histological grade (P<0.001), and lymph node metastasis (P=0.005). However, HPIP expression did not correlate with age (P=0.681), histologic type (P=0.113) and preoperative serum SCC level (P=0.411) ( Table 1) .
Prognostic value of HPIP expression
A univariate Kaplan-Meier analysis showed that high HPIP expression was associated with poor OS or DFS in patients with CC ( Figure 4 ; Table 2 ; P< 0.001).
Furthermore, a multivariate Cox regression analysis demonstrated that HPIP expression was an independent prognostic factor for OS or DFS in patients with CC ( Figure 4 ; Table 3 ; P< 0.05).
DISCUSSION
To the best of our knowledge, the present study is the first to assess the status of HPIP expression at both the mRNA and protein levels as well as the first to assess the association of clinicopathological parameters and prognostic significance of HPIP protein expression in CC. Interestingly, we found that high HPIP expression was associated with unfavorable biological behavior and poor prognosis.
HPIP fulfills many functions and serves as an important molecular biomarker in carcinogenesis. The protein expression of HPIP has been explored and is correlated with tumorigenesis and metastasis in various cancers, such as breast cancer [10] , lung cancer [11] , headand-neck squamous cell carcinoma [12] , thyroid cancer [13] , gastric cancer [14] , colorectal cancer [15] and oral carcinoma [15] . Our previous studies also indicated that the overexpression of HPIP is associated with poor prognosis in a large portion of epithelial ovarian carcinoma [6] . These findings suggest that HPIP is an important proto-oncogene during the cancer development. However, the expression of HPIP protein and its association with important prognostic factors in cervical cancer remain unknown.
In the present work, Western blotting revealed that HPIP protein expression was low in normal tissues [17] . Data from another study demonstrated that knockdown of HPIP inhibited NSCLC cell proliferation and invasion through suppression of the Sonic hedgehog signaling pathway [4] .
In addition, the estrogen receptor-interacting protein HPIP may increase estrogen-responsive gene expression through activation of MAPK and AKT signal pathway [18] . These data indicate that HPIP may serve as a potential target for anticancer therapies due to its significant role in cancer and that specific inhibitors of HPIP may be therapeutically used in various cancers.
The limitation of predicting cancer metastasis emphasizes the importance of identifying biomarkers for cancer progression and encourages further investigation. There are also some limitations to the current study. First, only a relatively small number of samples were available for statistical analysis, suggesting that a much larger study is needed to effectively validate our conclusion. Second, our study was limited to several known clinicopathological factors that were examined for association with HPIP expression. More studies are needed to evaluate HPIP expression with other risk factors for cervical cancer, such as human papillomavirus (HPV) infection.Second, our study was limited to the assessment of several known clinicopathological factors that were examined for an association with HPIP expression. More studies are needed to evaluate the association of HPIP expression with other risk factors for CC, such as human papillomavirus (HPV) infection.
In conclusion, we have shown that HPIP is overexpressed in a large proportion of cervical carcinomas and that the high HPIP expression can be correlated with disease progression and poor prognosis. These results suggest that HPIP may be an attractive therapeutic target for the treatment of cervical cancer. However, these findings remain to be confirmed by a much larger study.
MATERIALS AND METHODS
Patient population
Paraffin-embedded tissue samples were collected from 129 patients with CC who were diagnosed between October 2006 and October 2007 in the Harbin Medical University Cancer Hospital.
All patients underwent radical hysterectomy and pelvic lymphadenectomy. In addition, fresh tissues from 18 patients, including tumour tissues (n=10) and normal tissues (n=8), were collected and stored at −80°C immediately after resection to extract the protein and RNA. Patients with normal cervical tissues underwent hysterectomy with oophorectomy for benign uterine disease.
The clinical and pathological characteristics of the patients, including age at diagnosis, histological grade, lymph node metastasis, ascular tumor embolus, SCC, interstitial infiltration, histologic type, tumor size and FIGO stage, are described in Table 1 . The tumor stages were evaluated following the International Federation of Gynecology and Obstetrics (FIGO) staging system [7] . Histological typing was classified according to World Health Organization classification standards [8] .
All patients with CC were monitored for survival analysis until 31 October 2013 (mean, 70 months; range, 14-84 months). This study was approved by the Ethical Committee of the Affiliated Tumor Hospital of Harbin Medical University.
Immunohistochemistry and evaluation
Immunohistochemistry was performed using an anti-HPIP antibody (Abcam, USA) following our previously published standard method [5] . Briefly, all sections were deparaffinized in xylene and rehydrated with distilled water through a graded series of ethanol solutions. Antigen retrieval was performed by boiling the sections under pressure for 4 min and then immersed them in 0.01 mol/L citrate buffer (pH 6.0), after cooling down to room temperature. The sections were incubated overnight with primary rabbit anti-HPIP antibodies (Abcam, Cambridge, MA, USA), with a diluted ratio of 1:200. Biotinylated anti-rabbit antibodies from Beijing Zhongshan Golden Bridge Biotechnology Company (China) were used as the second antibody. HPIP expression was visualised using 3,3'-diaminobenzidine tetrahydrochloride (DAB) and the sections were subsequently counterstained in Mayer's haematoxylin. At last, all sections were dehydrated through a graded series of alcohols and xylene before being mounted under a cover slip. A paraffin-embedded block of a proven epithelial ovarian carcinoma was used as a positive control. We used a paraffin-embedded block of a proven ovarian cancer as a positive control and the negative control slides were stained with rabbit serum instead of primary antibodies.
The HPIP protein expression levels were semiquantitatively classified based on the total combined positively stained tumor cell percentage and staining intensity scores, as previously described. The staining intensity score plus the percentage of positive staining was used to evaluate the expression levels, where 0-2 indicated low expression and 3-12 indicated high expression.
Western blot analysis
Eighteen frozen tissue samples were homogenized in RIPA buffer (Abcam, Cambridge, MA, USA) containing a 1% protease inhibitor cocktail. The protein expression levels were evaluated by Western blotting with an anti-HPIP antibody (1:500, Abcam, Cambridge, MA, USA) according to the manufacturer's instructions. The Western blotting was performed as previously reported [9] . The protein was extracted from tissues by using RIPA (Beyotime) and protein concentration was determined by Bradford assay using BSA. Equal quantities of protein were separated electrophoretically on 10% sodium dodecyl sulfate polyacrylamide gel and transferred onto polyvinylidene difluoride membranes (Millipore, Billerica, MA, USA). Primary antibodies, anti-HPIP (1:500, Abcam, Cambridge, MA, USA), and anti-β-actin (Santa Cruz Biotechnology, Santa Cruz, CA) were diluted in buffer and incubated at 4°C overnight. The experiment was performed in triplicate.
Real-time RT-PCR
Total RNA was isolated from cervical cancer tissues and normal cervical tissues (n=18) using TRIzol reagent (Invitrogen Life Technologies, Carlsbad, CA, USA) according to the manufacturer's protocol. The Superscript III Platinum Kit (Invitrogen) was used to reverse transcribe this total RNA into cDNA. Real-time PCR was performed with SYBR Green Master Mix (TaKaRa, Kyoto, Japan) using the following primers against HPIP: Forward, 5'-CCACCCACTTCTCTCAACTC-3'; Reverse, 5'-GATGAGGCTGCCAGGATA-3'. β-actin served as an internal reference; its expression was analyzed using the following primers: Forward, 5'-CT TAGTTGCGTTACACCCTTTCTTG-3'; Reverse, 5'-CTGTCACCTTCACCGTTCCAGTTT-3'.
The experiments were performed in triplicate in the same reaction, and the results of the real-time quantitative RT-PCR experiments were analyzed using the 2 −ΔΔCt method.
Statistical analysis
Student's t-test was used to compare continuous variables. The association between HPIP expression and clinical pathological factors was assessed using univariate and multivariate logistic regression with covariate adjustment. Survival was calculated using Kaplan-Meier method and evaluated by log-rank test. Cox proportional hazard regression was performed for multivariate analysis of prognostic predictors. All statistical analyses were performed using SPSS 24.0 Software (SPSS, Chicago, IL, USA), and differences were considered significant at P<0.05.
